Enterobacter strains are among the dominant symbiotic bacteria in the gastrointestinal tract of insects, with the ability to fulfill diverse roles. In this announcement, we describe the draft genome sequence of Enterobacter hormaechei strain ENT5, isolated from wild adult Zeugodacus cucurbitae flies.
The assembled draft genome was 4,774,740 bp long, with a GC content of 55.93%. The N 50 was 201,158 bp, the L 50 was 8, and the largest contig was 675,820 bp long. Almost half of the reads (41.4%) were classified within the genus Enterobacter, while 42.92% remained unclassified, and the reads showed 98.9% similarity based on average nucleotide identity (ANI) to those of the type genome of Enterobacter hormaechei. The draft genome contained 4,344 protein-coding sequences, 968 of which were identified as hypothetical proteins. Sequences coding for 81 tRNA genes, 8 5S rRNA genes, and 1 16S rRNA gene were also identified. Genome annotation revealed the genes nfsA and nfsB, which code for oxygeninsensitive NAD(P)H nitroreductases responsible for nitrogen fixation.
Data availability. The whole-genome shotgun project of E. hormaechei ENT5 has been deposited at DDBJ/ENA/GenBank under the accession number VTSZ00000000, BioProject number PRJNA562639, and BioSample number SAMN12646888. Raw sequencing reads were deposited to the Sequence Read Archive under accession number SRR10028728. The version described in this paper is version VTSZ01000000.
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